. Raw data patient samples. The qPCR data was transformed to absolute quantities by means of a standard curve. Replicates which returned an "undetermined" result were attributed a value of 0.01 copies. The data shown here is log--transformed. Table S3 . Coefficient of variation (CV) calculated for the patients with positive quantifications in every replicate tested. Standard deviation is given over the three replicates, as well as the CV using the standard deviation as a percentage of the average log--transformed value.
Figure S1. Residual regression for all patients and patients with high input quantities.
Regression on the absolute residuals is calculated for all samples (D, E, F) with their corresponding mean difference (solid blue lines in A, B, C) and for only the high input subset to the adjusted mean difference (G, H, I, absolute residuals to solid red line in A, B, C).
